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Recurrent paralogy in the evolution of archaeal chaperonins
John M. Archibald, John M. Logsdon Jr and W. Ford Doolittle
Chaperonins are multisubunit double-ring complexes
that mediate the folding of nascent proteins [1,2]. In
bacteria, chaperonins are homo-oligomeric and are
composed of seven-membered rings. Eukaryotic and
most archaeal chaperonin rings are eight-membered
and exhibit varying degrees of hetero-oligomerism
[3,4]. We have cloned and sequenced seven new genes
encoding chaperonin subunits from the crenarchaeotes
Sulfolobus solfataricus, S. acidocaldarius, S. shibatae
and Desulfurococcus mobilis. Although some archaeal
genomes possess a single chaperonin gene, most have
two. We describe a third chaperonin-encoding gene
(TF55-γ) from two Sulfolobus species; phylogenetic
analyses indicate that the gene duplication producing
TF55-γ occurred within crenarchaeal evolution. The
presence of TF55-γ in Sulfolobus correlates with their
unique nine-membered chaperonin rings. Duplicate
genes (paralogs) for chaperonins within archaeal
genomes very often resemble each other more than
they resemble chaperonin genes from other archaea.
Our phylogenetic analyses suggest multiple
independent gene duplications — at least seven among
the archaea examined. The persistence of paralogous
genes for chaperonin subunits in multiple archaeal
lineages may involve a process of co-evolution, where
chaperonin subunit heterogeneity changes
independently of selection on function. 
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Results and discussion
Archaeal chaperonins were first described in the crenar-
chaea Pyrodictium occultum and S. shibatae [5–7] and show
remarkable sequence similarity to the eight homologous
subunits present in the eukaryotic cytoplasmic chaperonin
complex CCT (chaperonin-containing TCP-1, also known
as TriC (TCP-1 ring complex)) [8–11]. Sulfolobus chaper-
onins were first described as homo-oligomeric [7] but were
later found to have two different subunit species, named
TF55-α and TF55-β [12–14]. In a search for possible addi-
tional chaperonin genes, we applied degenerate PCR to
genomic DNA of Sulfolobus and Desulfurococcus. Orthologs
of TF55-α and -β [12–14] were cloned and sequenced
from S. solfataricus (TF55-β), S. acidocaldarius (TF55-α
and -β) and D. mobilis (TF55-β). TF55-α as well as a third,
previously undescribed, chaperonin gene which we call
TF55-γ were sequenced during sequencing of the S. solfa-
taricus p2 genome [15]. We confirmed the presence and
sequence of TF55-α and γ by PCR cloning and sequenc-
ing. A TF55-γ ortholog was also obtained from S. shibatae
by PCR, and successfully hybridized to S. shibatae
genomic DNA (data not shown).
The complete S. solfataricus TF55-γ gene encodes a protein
of 539 amino acids (predicted molecular weight
(MW) = 59.258 kDa, pI = 5.10) that has 55.2% and 43.2%
identity with S. solfataricus TF55-α (MW = 59.659 kDa,
pI = 5.12) and S. shibatae TF55-β (MW = 59.681, pI = 5.3;
[13]), respectively. A comparison of the S. solfataricus and
S. shibatae TF55-γ nucleotide sequences revealed a signifi-
cant bias towards synonymous (silent) substitutions
(KA/KS ≅ 0.1; data not shown), as would be expected if
these genes are expressed and are evolving under selection.
Archaeal genome sequences completed to date contain
only one (Methanococcus jannaschii, Pyrococcus horikoshii) or
two (Methanobacterium thermoautotrophicum, Archaeoglobus
fulgidus) chaperonin subunit genes. The finding of a third
gene in Sulfolobus, quite divergent from the other two, is
therefore surprising. To investigate a possible relation-
ship between this third gene and the unique nine-mem-
bered structure of the Sulfolobus chaperonin complexes,
we performed phylogenetic analyses on available
archaeal chaperonin sequences; in some analyses, the
eukaryotic CCT sequences were used as an outgroup. A
remarkable recurring pattern of gene duplication and loss
in archaeal chaperonins was observed (Figure 1). The
deepest branching separates the two recognized king-
doms (euryarchaeotes and crenarchaeotes) within the
Archaea, consistent with the notion that a single chaper-
onin subunit gene in the last common ancestor of the two
kingdoms gave rise to all modern archaeal chaperonin
genes. Nevertheless, within both euryarchaeotes and cre-
narchaeotes, paralogy is rampant: a minimum of seven
events of chaperonin gene duplication can be inferred.
Within the euryarchaeotes, ‘lineage-specific’ gene dupli-
cations have occurred in Methanobacterium thermoau-
totrophicum, Haloferax volcanii, A. fulgidus, Thermoplasma
acidophilum and the Pyrococcus/Thermococcus clade. Amino
acid identities between euryarchaeal paralogs range from
58.3% (H. volcanii 1 and 2) to 80.6% (Thermococcus KS-1 α
and KS-1 β) suggesting that some duplications occurred
more recently than others. Interestingly, the complete
genome of Pyrococcus horikoshii has a single chaperonin
gene. As this gene (together with a single gene from Pyro-
coccus furiosis) forms a clade with only one of the two paral-
ogous genes in Thermococcus strains K1 and K8, the
simplest interpretation is that Pyrococcus lost one of the
paralogs (Figures 1,2).
Among crenarchaeotes, an early duplication producing α
and β genes predated the separation of Sulfolobus and
Pyrodictium (Figure 1). In contrast, the duplication giving
rise to the Sulfolobus α and γ paralogs took place after this
point. This observation is most interesting in the light of
observed differences in crenarchaeal chaperonin-complex
architectures (Figures 2,3). The α and β subunits in
P. occultum chaperonins are thought to alternate in each
eight-membered ring [5,6], similar to the known arrange-
ment in the euryarchaeote Thermoplasma acidophilum [16].
The organization of subunits in the nine-membered chap-
eronin rings of Sulfolobus species remains enigmatic,
however. The widespread distribution of eight-membered
chaperonin rings outside crenarchaeotes (in all eukaryotes
and euryarchaeotes examined thus far; Figure 2) suggests
this is ancestral, and that a transition from eight- to nine-
membered chaperonin rings occurred during crenarchaeal
evolution in an ancestor of Sulfolobus (Figures 2,3).
Because α and β subunits could not alternate equally in a
nine-membered ring, Kagawa et al. [13] proposed that Sul-
folobus chaperonins consist of two homo-oligomeric rings,
one of α subunits and the other of β subunits. More
recently, Ellis et al. [17] examined two-dimensional crys-
tals prepared from S. solfataricus and proposed that each
ring has threefold symmetry with an (α2β)3 arrangement.
Our discovery of a third chaperonin-subunit-encoding
gene raises the interesting possibility that Sulfolobus chap-
eronins are in fact nine-membered rings with an (αβγ)3
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Figure 1
Phylogeny of archaeal chaperonins. The maximum likelihood tree (-lnL
11053.5) of archaeal chaperonin amino acid sequences from an
exhaustive protML analysis [26] is shown. Sequences from this study
are in bold; sequences are deposited under the accession numbers
AF149920–AF149925 and AF181261. Euryarchaeotes are shown in
green and the three different crenarchaeal subunits are shown in red,
blue and orange. Percentage support values (RELL values from a
heuristic (quick-add) protML search [26]) are given above each node;
bullets indicate nodes that were constrained in the exhaustive protML
analysis. Inset boxes indicate support for nodes of particular interest;
values were derived from various tree reconstruction methods (ML,
maximum likelihood; MP, maximum parsimony; NJ, neighbor-joining
distance). The influence of site-by-site rate variation on the support for
these nodes was also tested (see Supplementary material); support
values from analyses in which fastest-evolving sites were removed are
labeled with an asterisk. Grey branches indicate the region and
position of the eukaryote outgroup root, determined from additional
phylogenetic analyses (see Supplementary material). Support values
for nodes A, B and Root are given in the order ML, MP, NJ from top to
bottom. The scale bar indicates 3.0 substitutions per 100 amino acid
sites. Plus signs indicate inferred gene duplications (see text).
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Figure 2
Evolution of chaperonin symmetry and gene number. A cladogram of
archaeal relationships based on Figure 1 is shown on the left.
Euryarchaeotes are shown in green; crenarchaeotes are shown in
orange (Sulfolobus) or red (Desulfurococcus and Pyrodictium) based
on the presence of both α and γ subunits or α only, respectively. The
subunit number per chaperonin ring and the number of known or
inferred chaperonin genes are shown on the right. Subunits per ring:
bold values indicate known subunit stoichiometry from electron
microscopic studies; values in parentheses are predicted. Gene
number: bold values indicate known gene number from sequence data;
asterisks indicate that the total gene number is confirmed by complete
genome sequence; values in parentheses are predicted. A recent
study [27] found a third chaperonin gene in Haloferax, the sequence of
which has not yet been determined; the subunit number of Haloferax
chaperonin complexes is also not known. In mouse, nine chaperonin
genes are known, but only eight are constitutively expressed; the ninth
subunit shows testis-specific expression [28].
Mammal
Methanococcus jann.  
Pyrodictium 8
Desulfurococcus (8)
8
(8)
8/9
Thermoplasma 2
Archaeoglobus 8
8
2*
Thermococcus (8) 2
Methanococcus therm.  (8) 1
1*
Methanopyrus 8 1
Methanobacterium (8) 2*
Haloferax (8?) 3
Pyrococcus   (8) 1*
2
(2)
   Current Biology 
Sulfolobus shib. 9 3
Sulfolobus solf.   9 3
Sulfolobus acid. (9) (3)
Sulfolobus sp. S7
 
9 (3)
Evolution of
9-membered
chaperonin
rings
 Gene
number
Subunits
per ring
arrangement (Figure 3). Indeed, TF55-α and the TF55-γ
described here are predicted to have nearly identical bio-
physical properties, consistent with previous descriptions
of a 2:1 TF55-α to -β ratio [12].
Interestingly, a 42 nucleotide (14 amino acid) insertion
present in the α and β genes of Pyrodictium occultum but
absent in all other archaeal sequences provides possible
evidence for partial gene conversion (see Supplementary
material). Frequent partial gene conversions causing the
concerted evolution of paralogous proteins within a
genome could conceivably produce a phylogenetic pattern
similar to that observed for euryarchaeal chaperonins
(multiple lineage-specific paralogs). The highest amino
acid identity between any two paralogs in our dataset is
only 80.6%, however, suggesting that gene conversion is
infrequent. Analyses of silent sites (synonymous codon
positions) using GENECONV failed to detect any statisti-
cally significant stretches of nucleotide identity (a poten-
tial indicator of regions of partial gene conversion) among
paralogs within a genome (see Supplementary material).
Even with gene conversion, the persistence of paralogy in
so many separate lineages begs for an explanation. If an
early archaeal gene duplication produced paralogs with
functions that began to diverge soon thereafter, we would
expect modern archaea to retain and exhibit such ‘deep
paralogy’: in general, for two paralogs ‘a’ and ‘b’, a genes
from different species would be more similar to each other
than each is to the b gene in the same species. Instead, we
have evidence that duplicate genes have arisen — and
been retained — independently in five different eury-
archaeal lineages. It is possible that, in each of these
instances, paralogy is maintained because the hetero-
oligomeric chaperonin thus produced has acquired func-
tions that its homo-oligomeric ancestor lacked. The
species examined comprise non-thermophilic halophiles
(such as Haloferax) and both autotrophic (such as
Methanococcus) and heterotrophic (such as Archaeoglobus)
thermophiles, however: homo- and hetero-oligomeric
chaperonins appear randomly distributed among them
with respect to environment and/or lifestyle (Figure 2).
There is no reason to suspect that, in archaea, homo- and
hetero-oligomeric chaperonins function differently. 
Co-evolved interdependence between subunits of a hetero-
oligomeric complex seems a more appealing possibility.
Ancestrally, chaperonins would have homo-oligomeric
rings, the subunits of which are products of a single gene; in
archaea, this inference is favored by our phylogenetic analy-
ses. Gene duplication into a and b paralogs would be fol-
lowed by sequence divergence, through the fixation, in one
or the other paralog, of mutations that are neutral or only
slightly deleterious. Duplicate chaperonin genes would
thus encode functionally identical subunits that assemble
into rings in random proportions determined by their cellu-
lar abundance. At this stage, one or the other duplicate
could be lost as inconsequentially as it was gained, and
partial or complete gene conversion events between recent
duplicates might periodically reset the ‘divergence clock’.
With time, some mutations in the gene for one paralog (say
a) might increase its ability to bind to the other and/or
decrease its ability to bind to itself. At this point, co-evolved
changes in the b paralog that establish a similar preferential
formation of heterodimers with a subunits would then
make loss of either gene disadvantageous. This last step
acts as a ‘ratchet’, locking hetero-oligomerism into place.
Such a process of co-evolved changes leading to preferential
subunit–subunit interactions would not only occur within
chaperonin rings, but also between chaperonin rings. Such
co-evolution could occur without change in overall function
of the chaperonin complex and would be selectively
neutral. The completely hetero-oligomeric CCT complex
found in eukaryotes may in fact be an example of such a
process taken to completion. Individual CCT subunits
share approximately 30% identity and seem to occupy spe-
cific positions relative to the others in each eight-mem-
bered ring [4,18–20]. Although six (and probably all)
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Figure 3
Archaeal chaperonin evolution by recurrent paralogy. Schematic
representation of chaperonin structures: multimeric chaperonin rings
are composed of individual subunits that interact asymmetrically (side-
to-side and top-to-bottom). Subunit colors are the same as in Figure 1;
hypothesized interactions between rings are based on T. acidophilum
[16]. (a) Hypothetical ancestral state of the chaperonin complex
common to euryarchaeotes, crenarchaeotes and, probably, eukaryotes:
eight-membered homo-oligomeric rings (see text). (b) Chaperonin
subunit gene duplications have occurred independently in at least five
euryarchaeal lineages (different subunits are indicated by light and
dark green). At least one gene loss has also occurred. (c) A gene
duplication took place early in crenarchaeal evolution. A more recent
gene duplication took place in a Sulfolobus ancestor; a change from
eight- to nine-membered chaperonin rings also occurred. (d,e) Two
possible nine-membered structures. (d) The (α2β)3 arrangement of Ellis
et al. [17] inferred from the two-dimensional crystallization of
Sulfolobus chaperonins. (e) Our prediction of alternating α, β and
γ subunits in each Sulfolobus chaperonin ring.
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CCT-subunit-encoding genes are known to be essential in
yeast [19–22], separate functions for each subunit have not
been clearly demonstrated.
Our neutral explanation for the persistence of hetero-
oligomerism is consistent with the observation that eight-
membered rings of euryarchaeal chaperonins are made in
some species from single protein subunits and in other
species from two (Figures 2,3). Also, heterologous expres-
sion studies suggest that proper formation and function of
homo-oligomeric chaperonins in vivo probably depends on
the extent of functional (sequence) divergence between
paralogous subunits. The α-only and β-only (homo-
oligomeric) chaperonins from Thermococcus strain KS-1, in
which the α and β paralogs are 80.6% identical, show
ATPase activity and protein-folding ability when
expressed in Escherichia coli [23]. In contrast, homo-
oligomeric chaperonin complexes from Sulfolobus sp. S7 (α
and β have only 55.5% identity) are unstable, prone to dis-
sociation into monomers and show no ATPase activity [24].
In P. occultum (α and β are 61.8% identical), α-only and β-
only thermosomes were microscopically indistinguishable
from their native hetero-oligomeric counterparts, yet
exhibit reduced thermal stability and are deemed only
partly functional [25]. The remarkable evolutionary pattern
of archaeal chaperonin subunits could provide a general
framework for understanding the origin and evolution of
hetero-oligomerism in multisubunit protein complexes.
Supplementary material
Supplementary material including a protein sequence alignment of
archaeal chaperonins and additional methodological details is available
at http://current-biology.com/supmat/supmatin.htm.
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Supplementary materials and methods
Cloning and sequencing of Sulfolobus and Desulfurococcus
chaperonin genes 
A battery of degenerate primers were designed using an alignment of
published archaeal and eukaryotic chaperonin homologs: forward
primers CCT-5-for (5′-GAAATCGGNGAYGGNAC-3′), TF-1-for
(5′-ACAACTCCNGARGGNAT-3′), TF-2-for (5′-GAAGAGACNGCN-
GAYGG-3′), TF-7-for (5′- CTACTACTTAGRGARGGNAC-3′), TF-8-for
(5′-GTCATACTABYNGARATG-3′), Ssol-TF-a-for (5′-TGCATATGGCA-
GCTCCAGTCTTATTG-3′) and Ssol-TF-g-for (5′-CGCATATGGCCTAT-
TTATTAAGAGAAGGAAC-3′) and reverse primers CCT-3-rev
(5′-TGGAGCTCCNSCNCCNG-3′), TF-5-rev (5′-TGCAGCCTTAAT-
NGCRTTCAT-3′), TF-9-rev (5′-GCAGCTATCARRTCRTCDAT-3′), Ssol-
TF-a-rev (5′-CTCGAGGTCTCCTAAAGATGGAGTAG ATC-3′), and
Ssol-TF-g-rev (5′-CTCGAGACCTAAGTATGGGTTTGGCTGTTG-3′),
where N indicates any nucleotide, Y indicates a pyrimidine, R indicates a
purine, B indicates C, T or G, S indicates C or G and D indicates A, T or
G. PCR reactions were carried out under standard conditions (using
Gibco BRL Taq polymerase, buffer and deoxynucleotides and an MJ
Research Inc. PTC-100 thermal cycler), with 35–40 cycles of 92°C for
30 sec, 50°C for 30 sec and 72°C for 30–40 sec each. PCR products
were isolated (BIORAD, Prep-a-gene), cloned (TA cloning kit, Invitrogen)
and sequenced manually (T7 sequencing kit, Pharmacia). For each gene,
multiple clones were sequenced using LiCor and ABI automated
sequencers. The crenarchaeal chaperonin genes used in these analyses
were obtained by PCR using the following primer combinations: Sul-
folobus acidocaldarius α, TF-8-for and TF-9-rev; S. solfataricus α, Ssol-
TF-a-for and Ssol-TF-a-rev; S. acidocaldarius β, TF-1-for and TF-5-rev; S.
solfataricus β, TF-2-for and TF-9-rev; D. mobilis β, TF-7-for and TF-9-rev;
S. shibatae γ, CCT-5-for and CCT-3-rev; S. solfataricus γ, CCT-5-for and
CCT-3-rev and also Ssol-TF-g-for and Ssol-TF-g-rev. A portion of S. shi-
batae β was amplified (forward primer, CCT-5-for; reverse primer,TF-5-
rev) and partially sequenced and proved identical over 280 nucleotides
to the S. shibatae TF55-β described by others [S1,S2]. The sequences
determined in this study have been submitted to GenBank with the fol-
lowing accession numbers: Sulfolobus solfataricus α, AF181261; S. sol-
fataricus β, AF149920; S. solfataricus γ, AF149921; S. shibatae γ,
AF149922; S. acidocaldarius α, AF149923; S. acidocaldarius β,
AF149924; D. mobilis β, AF149925.
Phylogenetic analyses
Amino acid sequences inferred from the Sulfolobus and Desulfurococ-
cus chaperonin genes were aligned with published archaeal and
eukaryotic chaperonins. For all phylogenetic methods, 30 aligned
archaeal sequences and 391 unambiguously aligned amino acid sites
were used; no more than one sequence is missing data from any
included site and the only partial sequence (S. shibatae γ) comprises
298 sites (76%). The protein maximum likelihood (ML) tree (Figure 1)
was constructed with an exhaustive search method by protML (in
MOLPHY 2.2 [S3]) using the JTT-F substitution model and a partially
constrained input tree determined by consideration of other methods
and analyses (bullets in Figure 1 indicate constrained nodes); this
allowed nodes of particular interest, as well as those weakly supported
by other methods, to be tested. RELL support values (local estimates
of bootstrap percentages) were calculated from a quick-add ML search
of 1000 trees using JTT-F. An alignment that contained eukaryotic
chaperonin sequences was used to root the archaeal tree, resulting in
nodes labeled A, B and Root (Figure 1); this alignment included 51
sequences and 352 unambiguously aligned sites, with no more than 4
sequences missing data at any included site (the shortest partial
sequence comprises 329 sites (93%)). The eukaryotic sequences
included were eight chaperonin subunit paralogs from each of Homo,
Caenorhabditis and Saccharomyces; the archaeal sequences S. solfa-
taricus β and γ and S. shibatae γ were excluded. ML support (RELL) is
derived from a quick-add search of 1,000 trees, whereas MP and NJ
support was determined by bootstrapping (using 1,000 and 100 re-
sampled datasets, respectively) with PAUP* 4.0 [S4] and PHYLIP 3.57
(programs PROTDIST with PAM distances and NEIGHBOR) [S5].
Site-by-site evolutionary rates were estimated using PUZZLE 4.0 [S6]
from the archaeal dataset of 30 taxa and 391 sites; an estimated dis-
crete γ distribution with one invariant and eight variable site rates was
calculated over the NJ tree with a JTT-F model. Following from Hirt et
al. [S7], the fastest-evolving sites (category 8; 52 sites) were removed
from the dataset, resulting in a dataset of 339 sites.
Statistical tests for gene conversion
Sawyer’s GENECONV program [S8,S9] was used to test for instances
of gene conversion in the archaeal chaperonin dataset. Eight pairs of
paralogs (Methanobacterium thermoautotrophicum a and b, Haloferax
volcanii 1 and 2, Thermococcus KS-1 α and β, A. fulgidus α and β,
Thermoplasma acidophilum α and β, Pyrodictium occultum α and β, S.
shibatae α and β, S. solfataricus α and γ) were selected to construct
an 1812 nucleotide DNA alignment that was gapped with respect to
the amino acid sequence alignment by aa-dna-align.pl (O. Feeley,
unpublished data), which was used as input to GENECONV. All poly-
morphic sites (default), as well as silent-site-only (synonymous) poly-
morphisms (-seqtype = silent), were tested for evidence of gene
conversion using mismatch penalties of 0 (default), 1, 2, and 3
(gscale = 0–3). N = 10,000 (default) permutations were performed in
each analysis.
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                         10        20        30        40        50        60        70        80
S.sp.alpha      -----------------MANAPVLLLKEGTQRSSGRDALKNNILAAVTLAEMLKSSLGPRGLDKMLIDSFGDVTITNDGA   
S.acid.alpha *  ----------------------------------------------------............................   
S.shib.alpha    ------------------MAS.........S.TT.....R......K......R.....K....................   
S.solf.alpha *  ------------------MA..........S.TT.....R......K......R.....K....................   
P.occ.alpha     ----------------MALGV...I.......VY..E..R......KV...V..............V.............   
S.solf.gamma*   ---------------------MAY..R......T.NEVIL...AV.KI.L.........K......VE-GQ.........   
S.shib.gamma *  --------------------------------------------------------------------------------   
S.sp.beta       -------MSTTATVATTPEGI..II....SS.TY.KE..RI..A.VKAVE.A...TY....M....V..L..I.......   
S.acid.beta *   ---------------------..II....SS.TY.KE..RI..A.VKAVE.A..TTY....M....V..L..I.......   
S.shib.beta     --------MATATVATTPEGI..II....SS.TY.KE..RA..A.VKAIE.A...TY....M...FV..L..I.......   
S.sol.beta *    --------------------------------------------------------------------------------   
P.occ.beta      MARGGTMSAPARAVTVEPTGV...I.......TY..E..RA..MIVRAI..T.RTTY..K.M....V..L..I.......   
D.mob.beta *    ------------------------------..TT.....RT.....RAIS..I.TTY..K.M....V.AL..........   
M.therm.a       ---------------MAQGQQ.I.V.P...S.YL....QRM....GKI...TVRTT...K.M....V..L..IVV....V   
M.therm.b       ---------------MAQGQQ.IFI.PQD.S.YV..E.QRI....GKV...TVRTT...K.M....V..L..IV.....V   
M.kandleri      ------------MAMLAGDGRQ..I.P..Y..FV....QRM..M..RVV..TVRTT...M.M....V.EM...VV....V   
M.jannaschii    ---------------MA..G..IVV.PQNVK.YV....QRM....GRII..TVRTT...K.M....V.EL..IVV....V   
M.thermolit.    ----------------MA..Q..VV.P.NVK.FM....QRM....GRIIG.TVR.T...K.M....V.DL..IVV....V   
H.vol.Cct1      ------------MSQRMQQGQ.MII.G.DS..T..Q..QSM..T.GKAV..AVRTT...K.M....V..G.Q.VV....V   
H.vol.Cct2      ------------MSQRMQQGQ.MIIMG.DA..VKD...QEY..R..RAV..AVR.T...K.M....V..M.........V   
Archaeo.a       --------------MATLQGT...I.......TV....QRM..M..RVI..AV..T...K.M....V..L...V.....V   
Archaeo.b       --------------MATLQGQ...I.R.....TV....QRM..M..RVI..AVR.T...K.M....V..L...V.....V   
T.acid.alpha    ---------------MMTGQV.I.V.......EQ.KN.QR...E..KAI.DAVRTT...K.M....V..I..II.S....   
T.acid.beta     ----------------MI.GQ.IFI.....K.E..K..M.E..E..IAISNSVR.......M....V..L..IV.....V   
Therm.K1.beta   --------------MAQL.GQ..VI.P.....YV....QRL.....RII..TVRTT...K.M....V..L..IV......   
Therm.K8.beta   --------------MAQL.GQ..VI.P.....YV....QRL.....RII..TVRTT...K.M....V..L..IV......   
Therm.K1.alpha  --------------MAQLSGQ..VI.P.....YV....QRL.....RII..TVRTT...K.M....V..L.HIVV.....   
Therm.K8.alpha  --------------MAQLSGQ..VI.P.....YV....QRL.....RII..TVRTT...K.M....V..L..IVV.....   
P.horikoshii    --------------MAQL.GQ.I.I.P.....YV....QRM.....RII..TVRTT...K.M....V..L..IV......   
P.furiosis      --------------MAQL.GQ.I.I.P.....YV....QRM.....RIV..TIRTT...K.M....V..L..IV......   
                XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX   
                         90        100       110       120       130       140       150       160
S.sp.alpha      TIVKEMEIQHPAAKLLVEAAKAQDAEVGDGTTSAVVLAGLLLDKADDLLDQNIHPTIIIEGYKKALNKSLEIIDQLATKI   
S.acid.alpha*   .............................................EE..E..V......D......T.A.......SL..   
S.shib.alpha    ....D..................................A..E..ES..................YT.A..LLP..G.R.   
S.solf.alpha *  ....D..................................A..E..ES..................Y..A..LLP..G.R.   
P.occ.alpha     ..L............M..V....................M...R.EN...E.....T.........DYA.GELSKIGV.V   
S.solf.gamma *  ....N..V...T....I.T..TV.T........V........E..E...N.K....V.....R....S...LLKNI.D..   
S.shib.gamma*   -------------------------------..V........E..E...N.K....V.....R...SS...LLKSI.D..   
S.sp.beta       ..LDK.DL.........QI..G..E.TA...KT..I...E.VK..EE..YKE......VS.F...EEQA.KT.EEI.Q.V   
S.acid.beta*    ..LDK.DL.........QI..G..E.TA...KT..IFS.E.VK..EE..YKE......VS.....EEMAIKT.EEIS..V   
S.shib.beta     ..LDK.DL...TG....QI..G..E.TA...KT..I...E.AK..E...YKE......VS.....EEIA.KT.QDI.QPV   
S.sol.beta *    ------------------------------.KT..I...E.AK..E...YKE......VS.....EEIA.KT.QEI.QPV   
P.occ.beta      ..LDK.DV...T...V.QI..G..E......KT..I...E..RV.EE...K.V.....VS.....AEEAIKKLQE..EP.   
D.mob.beta *    ..LDKA........M..QV..S..S......KR..I...E..KY.EE...K.....V..S..RM.MEEA.K.L..M.EP.   
M.therm.a       ..L...D.E.....M...V..T.ED.......T..II..E..K..EN..EME......AM..RQ.AE.AQ..L.DI.IDA   
M.therm.b       ..LR..D.S.....M...V..T.ED.......T..II..E..KE.EK.IEMGV.....AL..RN.AL.AQ..LEEISMEA   
M.kandleri      ..LE..D.E.....MV..V..T.ED.......T......E..H..E...Q.D....V.AR..RM.VE.AE..LEEI.EE.   
M.jannaschii    ..L...SVE.....M.I.V..T.EK.......T...I..E..R..EE........SV..N..EM.R..AV.ELKSI.KEV   
M.thermolit.    ..L...SVE.....M.I.V..T.EK.......T...I..E..R..EE.....V....V.K..QL.VQ.AQ.VLKEI.MDV   
H.vol.Cct1      ..L...D.D....NMI..VSET.ED.......T..IN..E...Q.E....SDV.A.T.AQ..RQ.AE.AK.VLEDN.IEV   
H.vol.Cct2      ..L...D.DN.T.EMI..V.ET.ED.A.....T..AI..E..KN.E...E.D....A..R.FNL.SE.AR.E..DI.ERV   
Archaeo.a       ..L...DVE.....MII.V..T..N.......T......E..K..EE....D....V.AR..RM.A..AV..LESI.MD.   
Archaeo.b       ..L..IDVE.....MII.V..T..N.......T......E..KR.EE....E...A..AN..RY.AE.A...LNEI.IP.   
T.acid.alpha    ..L...DVE..T..MI..VS....TA......T....S.E..KQ.ET....GV...V.SN..RL.V.EARK...EI.E.S   
T.acid.beta     ..L...DVE.....MM..VS.T..SF......T..II..G..QQ.QG.IN..V...V.S...RM.SEEAKRV..EIS...   
Therm.K1.beta   ..LD..D.......MM..V..T..K.A.....T...I..E..R..EE........S...K..AL.AE.AQ..L.EI.KDV   
Therm.K8.beta   ..LD..D.......MM..V..T..K.A.....T...I..E..R..EE........S...K..AL.AE.AQ..L.SI.RDV   
Therm.K1.alpha  ..LDKIDL......MM..V..T..K.A.....T...I..E..R..EE........S...K..AL.AE.AQ..L.EI.IRV   
Therm.K8.alpha  ..LDKIDL......MM..V..T..K.A.....T...I..E..R..EE........S...K..AL.AE.AQ..LEEI.I.V   
P.horikoshii    ..LD..D.......MM..V..T..K.A.....T...I..E..K..EE........S...K..TL.SQ.AQ..L.SI.KEV   
P.furiosis      ..LD..D.......MM..V..T..K.A.....T...I..E..R..EE........S...K..TL.AQ.AQ..LENI.KEV   
                XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII   
Current Biology  
Supplementary material S3
Figure S1 cont
                          170       180       190       200       210       220       230       240
S.sp.alpha      DVSNLNSLATRDQLKKIVYTTMSSKFIAGGEE-MDKIMNMVIDAVSIVAEPLPEGGYNVPLD--LIKIDKKKGGSIEDSM   
S.acid.alpha*   ..ND.S.PTAKA......S......L....A.EI...IDDL.A.IT....KR.D.T......--...............I   
S.shib.alpha    .IRD...SVA..T.R..AF..LA.....E.A.-LN..ID.....IVN......N.....S..--...............V   
S.solf.alpha*   .IKD...SVA..T.R..AF..LA.....E.A.-LN..ID.....IVN......N.....S..--...............V   
P.occ.alpha     ..ND------.QL..R.AS.SLY..YVGS.AT-...LTD.AVE..LR....RGD.T.E.R..--RV..E......LL..Q   
S.solf.gamma *  SPED------.KIVHDL....L....FSTEHT-LE..I.L....SLA.LDKRDGS-.--D..IKN...V.VN..EFD..E   
S.shib.gamma*   SPED------.KIVHDL....L....FSTEHT-LE..I.L..E.SLA.LDKRDGT-.--D..IKN...V.VN..EFD..E   
S.sp.beta       S.ND------M.I...VAM.SLN..AV..AR---EYLADI.AK..TQ...LRGDR-WY.D..--N.Q.V..H....N.TQ   
S.acid.beta *   S.ND------TEI.R.VAL.SL...AV..AR---EHLADI.VK.ITQ...LRGDK-WY.D..--NVQ.V..H....N.TQ   
S.shib.beta     SIND------T.V.R.VAL.SLG..AV..AR---EYLADL.VK..AQ...LRGDK-WY.D..--NVQ.V..H....N.TQ   
S.sol.beta *    TIND------T.V.R.VAL.SLG..AV..AR---EYLADL.VK..AQ...LRGDK-WY.D..--NVQ.V..H...VN.TQ   
P.occ.beta      .IN.------DEI....AR.SLT..AVH.AR---.YLAEI.VK..KQ.T.KRGDK-WYID..--S.Q.I..H..GLR.TQ   
D.mob.beta*     .LN.------EEL.R.VAR.SLT..AVHDAR---EFFADIAVK..KQ.V.KRGDK-NY.D..--N.Q.I..Y..ALL...   
M.therm.a       S--D------..T.M.VAM.A.TG.GTEKAR---EPLAELIV...KQ.E.DG-----E.EK.--H...E..E.AAVD..T   
M.therm.b       S--D------..T.M.VAI.A.TG.GSERAK---E.LAEL.V...MQ.E.DG-----EIDK.--N.N.QRIQ.A.VNE.R   
M.kandleri      .PDD------EET....AK.A.TG.GVEKAR---.YLAEL.VK..KQ...EEDGE-IVIDT.--H..LE..E..GL..TE   
M.jannaschii    KPED------TEM....AM.SITG.GAEKAR---EQLAEI.VE..RA.VDEETG---K.DK.--...VE..E.AP..ETK   
M.thermolit.    KADD------KEI.H..AM.SITG.GAEKAK---E.LGE.IVE..TA.VDESG----K.DK.--....E..E.A.VDETE   
H.vol.Cct1      TEDD------.ET.T..AA.A.TG.GAESAK---.LLSEL.V...LA.KDDDG-----IDTN--NVS.E.VV..T.DN.E   
H.vol.Cct2      .PDD------EEL...VAE.S.TG.SSELNK---ELLADLIVR..RQ.TVEAND.SHV.D.E--NVS.ETQT.R.ASE.E   
Archaeo.a       ..ED------EET....AA.AITG.HSEYAL---.HLSSL.VE..KR...KVDDR-.K.DE.--N..LE.RQ...VA.TK   
Archaeo.b       SKDD------DEI....AT.A.TG.GAEVAI---..LAEIAVN..KMI..ESNGQ-VE.NT.--Y...E.RQ.....ETE   
T.acid.alpha    T--D------DAT.R..AL.AL.G.NTGLSN---.FLADL.VK..NA...VRDGK-TI.DTA--N..V...N...VN.TQ   
T.acid.beta     GADE------KAL.L.MAQ.SLN..SASVAK---..LAEISYE..KS...LRDGK-.Y.DF.--N.QVV..Q..A.D.TQ   
Therm.K1.beta   ..ED------.EI...AAV.SITG.AAEEER---EYLAEIAVE..KQ...KVG.T-.K.D..--N..FE..E...VK.TQ   
Therm.K8.beta   ..ED------.EI...AAM.AITG.AAEEER---EYLAEIAVE..KQ...KVGDR-.H.D..--N..FE..E...VK.TQ   
Therm.K1.alpha  .PDD------EET.L..AA.SITG.NAESHK---ELLAKLAVE..KQ...KKDGK-.V.D..--N..FE..A.EGV.E.E   
Therm.K8.alpha  NPDD------EET.LR.AM.SITG.NAESHK---ELLAKLAV...KQ...KKDGK-.V.D..--N..FE..A.EGV.E.E   
P.horikoshii    KPDD------EEV.L.AAM.AITG.AAEEER---EYLAKLAVE..KL...EKDGK-LK.DI.--N..LE..E..AVR.TR   
P.furiosis      KPDD------EEI.L.AAM.SITG.AAEEER---EYLAKLAVE..KL...KEDGK-.K.DI.--N..LE..E...VR.TQ   
                IXXIXXXXXXIIIIIIIIIIIIIIIIIIIIIXXXIIIIIIIIIIIIIIIIXXXXXXXXIIIIXXIIIIIIIIIIIIIIII   
                         250       260       270       280       290       300       310       320
S.sp.alpha      LVHGLVLDKEVVHPGMPRRVEKAKIAVLDAALEVEKPEISAKISITSPEQIKAFLDEEAKYLKDMVDKLASIGAN-----   
S.acid.alpha*   .............A......................................S......R...E...........-----   
S.shib.alpha    ..K.................T.....................................S................-----   
S.solf.alpha *  ..K.................T.....................................S................-----   
P.occ.alpha     ..E.I............K...N.Y.VL...P........T...N....D...........L.RE...RIYE.AVERMKRD   
S.solf.gamma *  .IN.I.V...PTNEN..K...NV.VMLA.FP.KL..T...M.LG.SD.T...GY...QTA.V.Q....IKAM.VK-----   
S.shib.gamma *  ..N.I.V...PTNEN..K.A.NV.VMLA.FP.KL..T...M.LG.SD.T...GY...QTA.V.Q....IKAM.VK-----   
S.sp.beta       IIY.I.V..........K...N....L...S.......LD.E.R.ND.T.M.K..E..ENL..EK...I.AT...-----   
S.acid.beta*    I.Y.IIV..........K...N....L...S.......LD.E.R.ND.T.M.K.....ENI..EK...I.QT...-----   
S.shib.beta     ..Y.I.V..........K.I.N....L...S.......LD.E.R.ND.T.MHK..E..ENI..EK...I.AT...-----   
S.sol.beta *    ..Y.I.V..........K.I.N....L...S.......LD.E.R.ND.T.MHK..E..ENI..EK...I.AT...-----   
P.occ.beta      ..Y.I............K...N.Y.VL...P........D.E.R.SD.TYL.K..E..ERI.E...E.IYNVAVERMKRD   
D.mob.beta*     ..Y.I................N...VL...P..I.....D.E.R.ND...LEK..QQ.EEI.MK....I..V...-----   
M.therm.a       ..Q.VII...R......KK..N....L.NCPI..KET.VD.E.R..D.S.MQ..IEQ.EQMIR...NSIVDT...-----   
M.therm.b       I.N.I.I..SRADTS..K.I...R..L.KYPI..KDL.TD...RL.D.S.MQ..IEQ.EQMIR...E.IK.S...-----   
M.kandleri      ..K.M.I...R..........N....L.NCPI..KET.TD.E.R..D...LQ..IE..ERM.SE....I.ET...-----   
M.jannaschii    .IR.V.I...R.N.Q..KK..N....L.NCPI..KET.TD.E.R..D.AKLME.IEQ.E.MI....E.I.AT...-----   
M.thermolit.    .IN.VLI...R.S.Q..KKI.N....L.NCPI..KET.TD.E.R..D.TKLME.IEQ.E.M......TIKAS...-----   
H.vol.Cct1      ..E.VIV...R.DEN..YA..D.N..I..D....RET..D.EVNV.D.D.LQQ...Q.E.Q..E...Q.VEV..D-----   
H.vol.Cct2      .LT.A.I..DP..DD..VQFDE.DVLL.NEPV...ETD.DTNV..E..D.LQK...Q.EAQ..QK..QIVDS..D-----   
Archaeo.a       ..N.I.I..........K..KN......K.....KET.TD.E.R..D.D.LMK.IEQ.E.M..E...R..EA...-----   
Archaeo.b       ..D.I............K...N...LL..S....KET..D...R..D..KLQK.IEQ.EAM..E....IVNA...-----   
T.acid.alpha    FIS.I.I...K..SK..DV.KN....LI.S...IK.T..E..VQ.SD.SK.QD..NQ.TNTF.Q..E.IKKS...-----   
T.acid.beta     .IN.IIV...K......DV.KD....L...P..IK...FDTNLR.ED.SM.QK..AQ.ENM.RE....IK.V...-----   
Therm.K1.beta   .IK.V.I..........K...G....LINE....KET.TD.E.R......LQ...EQ.E.M.RE....IKEV...-----   
Therm.K8.beta   .IK.V.I.........RK...G....LINE....KET.TD.E.R......LQ...EQ.E.M.RE....IKEV...-----   
Therm.K1.alpha  ..R.V.I.......R..K...N....LINE....K.T.TD...N....D.LMS..EQ.E.M......HI.QT...-----   
Therm.K8.alpha  ..R.V.I.......R..K...G....LINE....K.T.TD...N....D.LMS..EQ.E.M......HI.QT...-----   
P.horikoshii    .IR.V.I..........K.I.N....LIND....KET.TD.E.R......LQ...EQ.E.M..E....IKEV...-----   
P.furiosis      .IR.V.I..........K........LIND....KET.TD.E.R......LQ...EQ.ERM.RE..E.IKEV...-----   
                IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIXXXXXXXX   
Current Biology 
S4 Supplementary material
Figure S1 cont
                          330       340       350       360       370       380       390       400
S.sp.alpha      ---------VVICQKGIDDVAQHFLAKKGILAVRRVKRSDIEKLEKALGARIISSIKDATPEDLGYAELVEERRVGNDKM   
S.acid.alpha*   ---------.................................................................I.....   
S.shib.alpha    ---------..........I.........................................D..................   
S.solf.alpha *  ---------..........I............................................................   
P.occ.alpha     GMEPGKAGI...T.....E...........M.........L....Y.T.G..V..LR.LK.....F.K.....K......   
S.solf.gamma*   ---------LF.T..D..EI.SYLMG.N..M.LKN.......L.SR.T..K.A..M...NES...E.K...V.NL.KN.Y   
S.shib.gamma *  ---------LF.T..D..E..SYLMG.S..I.LKN.......L.SR.T..K.A..M...NES...E.K...V.NL.KN.Y   
S.sp.beta       ---------.........E....Y...........A.K..L...AR.T.G.VV.N.DEL..Q.....A.....K..E...   
S.acid.beta*    ---------.........E....Y...........A.K..L...AR.T.G.VV.N.DEL.SQ.....T.....KI.E...   
S.shib.beta     ---------.........E....Y...........A.K..L...AR.T.G.V..N.DEL.SQ.....A.....K..E...   
S.sol.beta *    ---------..M......E....Y...........A.K..L...AR.T.G.V..N.DEL.SQ.....A.....K..E...   
P.occ.beta      GMEPGKAGI...T.....E...........M............IS..T..K.V.N.E.L......F.K.....K..EN..   
D.mob.beta *    ---------..V......E.....................L....R.T.G..V.N.E.L........A.....K..E...   
M.therm.a       ---------.LF.......L...Y...A.V.......K..M...S..T..N.VTN.E.LS.....E.GV.S.KKISGEE.   
M.therm.b       ---------..F.......L.L.Y.SRE..M.LK...K...KRI...T...LVTN.D.L.A....E.GVIY.KKIFDEVL   
M.kandleri      ---------..F.......L...Y.............K..MQ..AR.T....VTN.D.LSE....E..V...KK.AG...   
M.jannaschii    ---------..F.......L...Y.............K..M...A..T....VTK.D.L......E.G.....K.AG.A.   
M.thermolit.    ---------.LF.......L...Y...E.........K..M...S..T..NVVTN...LKA....E.GI....KIAG.A.   
H.vol.Cct1      ---------A.FVGD....M...Y...E.......A.S..LKR.AR.T.G.VV..LD.IEAD...F.GS.GQKD..G.ER   
H.vol.Cct2      ---------..F.......L...Y...Q.......T.K...RF.KNIT..AVV.DLDSIEAAV..R.-S.R-.DEAGELF   
Archaeo.a       ---------..F.......L..YY...A.........Q.....IA..C..K..TDLREI.SA...E.......K..DE..   
Archaeo.b       ---------..F.......L..YY...A.V.......K..M...A..T..KVLTDLR.ISS....E.A.....K..DE..   
T.acid.alpha    ---------..L...........Y...E..Y......K..M...A..T..K.VTDLD.L..SV..E..T....KI.D.R.   
T.acid.beta     ---------...T......M...Y.SRA..Y......K..MD..A..T..S.V.T.DEISSS...T..R..QVK..E.Y.   
Therm.K1.beta   ---------..FV......L...Y...Y..M......K..M...R..T..K.VTNVR.L......E.....Q.K.AGEN.   
Therm.K8.beta   ---------..FV......L...Y...Y..M......K..M...A..T..K.VTNVR.L......E.....Q.K.AGEN.   
Therm.K1.alpha  ---------..FV......L...Y...Y..M......K..M...A..T..K.VTNV..L.........V....KLAGEN.   
Therm.K8.alpha  ---------..FV......L...Y...Y..M......K..M...A..T..K.VTNV..L.........I....KLAGEN.   
P.horikoshii    ---------..FV......L...Y...Y.........K..M...A..T..K.VTN.R.L......E.......K.AGEN.   
P.furiosis      ---------..FV......L...Y...Y..M......K..M...A..T..K.VTN.R.L..............K.AGES.   
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S.sp.alpha      VFIEGAKNPKAVNILLRGSNDMALDEAERSINDALHSLRNVLMKPMIVAGGGAVETELALRLREYARSVGGKEQLAIEKF   
S.acid.alpha *  .........R....................L........................S........................   
S.shib.alpha    ........L...........................A...I.LE.V.LP....I.L...MK.................A.   
S.solf.alpha*   ........L...........................A...I.LE.V.LP....I.L...MK.................A.   
P.occ.alpha     .....CP.....T.....A...V.......L.....V.....R..L..P......V...M...K..E.L.......V.AY   
S.solf.gamma*   L..QSD.-A...TVIIK...N.IT......L...FN.I.DL.LE.Y.........E...K...DD..E.I......FNA.   
S.shib.gamma*   L..QSD.-A...TVIIK...N.VT......L...FN.I..L.LE.Y.---------------------------------   
S.sp.beta       ..V.........S..I..GLERVV..T..ALR...GTVAD.IRDGRA........L.I.K...K..PQI.........AY   
S.acid.beta*    ............S..I..GLERVV..T..ALR...GTVAD.VRDGRAI.........I.K...K..PQ..........AY   
S.shib.beta     ..V.......S.S..I..GLERVV..T..ALR...GTVAD.IRDGRA........I.I.K...K..PQ..........AY   
S.sol.beta*     ..V.......S.S..I..GLERVV..T..ALR...GTVAD.IRDGRA........I.I.K...K..PQ..........AY   
P.occ.beta      .....CP.....T.VI..GLERLV.......Q..M.AVADAIRDGK.F.......V..SKY...I.PKI.......V.A.   
D.mob.beta *    .....C...RS.S.VI..GLERLV.......R...SAVADA.RDGKVIP....A.I...KHI.RL.TR..........A.   
M.therm.a       I.V.EC.E....T..V...TEHVVS.V..A.E..IGVVAATVEDGKV......P.I.I.K..KD..D.IS.R....VSA.   
M.therm.b       T...ECRD...IS.I....TKHVAE.M..ALE..IGVVAST.EDREV......P.V.I.RK.....DTIS.R....VSA.   
M.kandleri      I.V..C.D....T..I..GTEHVV.....A.E..IGVVAAA.EDGKV......P.V.V.RQ..DF.DG.E.R....V.A.   
M.jannaschii    I.V.QC.H....T..A...TEHVVE.VA.A.D..IGVVKCA.EEGK.......T.I...K...KF.E..A.R....VKA.   
M.thermolit.    I.V.EC.H....TM.I..TTEHVIE.VA.AVD..IGVVACTIEDGK.......A.I...MK..D..EG.S.R....VRA.   
H.vol.Cct1      I.V.DVEDA.S.TLI...GTEHVV..L..A.E.S.GVV.TT.EDGKVLP....P....S.Q...F.D....R....V.A.   
H.vol.Cct2      YVEGIGDDVHG.TL.....T.HVV..L..GVQ...DVVASTVADGRVL.....I.V...S...N..D..S.R....V.AY   
Archaeo.a       .....C......T..I..GSEHVV..V...LQ..IKVVKTA.ESGKV......P.I.V..KI.DW.PTL..R....A.A.   
Archaeo.b       ..VT.C......T..V..GTEHVVE.IA.G.E..VRAVACAVEDGKV.V.A..P.I.VS.K...W.P.L..R....V.A.   
T.acid.alpha    T.VM.C......S..I..GT.HVVS.V..AL...IRVVAITKEDGKFLW......A...M..AK..N....R......A.   
T.acid.beta     T.VT.C......S..V..ETEHVV..M....T.S..VVASA.EDGAYA.....TAA.I.F...S..QKI..RQ.......   
Therm.K1.beta   I.V..C......T..I..GTEHVV..V..ALE..VKVVKDIVEDGK...A...P.I..SI..D...KE..........A.   
Therm.K8.beta   I.V..C......T..I..GTEHVV..V..ALE..VKVVKDIVEDGK...A...P.I...ISVD...KE..........A.   
Therm.K1.alpha  I.V..C......T..I..GTEHVI..V..ALE..VKVVKD.MEDGAVLPA...P.I...I..D...KQ.....A....N.   
Therm.K8.alpha  I.V..C......T..I..GTEHVI..V..ALE..VKVVKD.MEDGAVLPA...P.I...ISVD...KQ.....A....N.   
P.horikoshii    I.V..C......T..I..GTEHVV..V..ALE..IKVVKDI.EDGK.I.....S.I..SIK.D...KE..........A.   
P.furiosis      I.V..CQ.....T..I..GTEHVV..V..ALE..IKVVKDI.EDGK.L.....P.I...I..D...KE..........A.   
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S.sp.alpha      AEALEEIPMILAETAGMEPIQTLMDLRAKHAKGL-INAGVDVMNGKIADDMLALNVLEPVRVKAQVLKSAVEAATAILKI   
S.acid.alpha*   .....................A......R.....-V.S.I.AV........TKI..I......S...............-   
S.shib.alpha    .D......T.......L.A.SA......R.....-T.T....IG...V..VY...II..I..........T.........   
S.solf.alpha *  .D......L.......L.A.SS......R.....-S.T....IG...V..VY...II..I...S......T.........   
P.occ.alpha     .D.......V...S...DAL.A.....RL..E.K-VF..I.AVE...EE..TKV..I..IL..E......T.........   
S.solf.gamma *  .D....YVS..S.....D..SA.TEI.H...T..-K...I..TKAR.Y.N..E.R.IDSLK..E......T.........   
S.shib.gamma *  --------------------------------------------------------------------------------   
S.sp.beta       .S...NLV...I.NG.YD..DL.VK..SA.ENEANKWY.IN.FT.QVE.-.WK.G.I..AV..MNAI.A.T....L..R.   
S.acid.beta *   .N...SLV...I.NG.FD..EL.VK..SA.ENETNKWH.IN.YT.Q.Q.-.WS.G.I..AV..-----------------   
S.shib.beta     .N.I.GLI.....N..LD..DK..Q..SL.ENETNKWY.LNLFT.NPE.-.WK.G.I..AL..MNAI.A.T..V.LV.R.   
S.sol.beta *    .N.I.GLI.....N..LD..DK..Q..SL.ENETNKWY.LNLFT.NPE.-.WK.G.I..AL..MNAV.A.T..V.LV.R-   
P.occ.beta      .R...GL..A...N..LD.VEIM.K...A.S.PDGKWY.IN.F..NVEN-.ME.G.V...SI..NAI.AGT....MV.R.   
D.mob.beta*     .K...GLAVT.V.N..LD..DMV.K...A.EREDGKYLSI.LAT.DLVN-.REKG.I...SIL.NAI.AGT....I.MR-   
M.therm.a       .....IV.KT...N..LDS.DV.V....A.EES--TYM.I..FD...V.-.KEAG.I..H...K.AIQ..A...EM..R.   
M.therm.b       .D...IV.KT...N..LDS.DV.V....A.EES--PYM.I..FD.N.V.-.KEAG.I..Q...K.AIQ..A...EM..R.   
M.kandleri      .D...I..RT...NS.LD..DV.VQ.....ED.Q-VT..I..YD.DVK.-..EEG.V..L...T.A.A..T...EM..R.   
M.jannaschii    .D...V..RT...NS.LD..DM.VK...A.E.EGGEVY.L..FE.EVV.-..EKG.V..LK..T.AID..T..SVML.R.   
M.thermolit.    .D...VV.RT...N..LDA.EM.VK......E.NNAYY.LN.FT.DVEN-.TENG.V..L...T.AIQ..T..TEML.R.   
H.vol.Cct1      ....DI..RT...N..LD..DS.V...SR.DG.E-FA..L.AYT.EVI.-.EEEG.V..L...T.AIE..T...VM..R.   
H.vol.Cct2      .D...LV.RV...N..LDS.D..V....A.ED.Q-VR..LN.FT.EVE.-AFDAG.V.TAHA.E.AVA..S...NLV...   
Archaeo.a       .S...V..RA...NS.LD..DI.VE..KA.EE.K-TTY....FS.EV.C-.KERG....LK..T.AIT..T.V.IM..R.   
Archaeo.b       .T...I..RT...N..LD..DV.VE.K.A.E..Q-KY.....DT..VV.-.KERG.F..L...T.AIG..T.V.VM..R.   
T.acid.alpha    .K...I..RT...N..ID..N..IK.K.E.E..R-.SV...LD.NGVG.-.K.KG.VD.L...THA.E....V..M..R.   
T.acid.beta     .D.I....RA...N..LD..DI.LK...E....N-KTY.IN.FT.E.E.-.VKNG.I..I..GK.AIE..T...IM..R.   
Therm.K1.beta   ....KV..RT...N..LD..E..VKVI.A.KEKG-PTI....FE.EP..-..ERG.IA....PK.AI...T...IM..R.   
Therm.K8.beta   ....KV..RT..GN..LD..E..VKVI.A.KEKG-PTI....FE.EP..-..ERG.IA....PK.AI...-K..IM..R.   
Therm.K1.alpha  .D..KI..KT...N..LDTVEM.VKVISE.KNRG-LGI.I..FE..P..-..EKGII..L...K.AI...S...IM..R.   
Therm.K8.alpha  .D..KI..KT...N..LDTVEI.VKVISE.KNKG-LGI.I..FA.EP..-..ERGIIA.L..TK.AI...-R..IM..R.   
P.horikoshii    ....KV..RT...N..LD..E..VKVI.A.KEKG-QTI.I..YE.EP..-.MERG.I......K.AI...S...IM..R.   
P.furiosis      ....KV..RT...N..LD..E..VKVI.A.KEK---TI....YESEP..-...RG.I..L...K.AI...S.--------   
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S.sp.alpha      DDLIAAAPLKSGEKKGEKKEGGEEEKSSTPSSLE----------   
S.acid.alpha*   --------------------------------------------   
S.shib.alpha    ...........EK.G..GSKEESGGEGGAGTPSLGD--------   
S.solf.alpha *  ...........EK.G..GSKEESGGEGGSTP..GD---------   
P.occ.alpha     ..V.....KTEEK.GKKG..EE.---------------------   
S.solf.gamma*   ..M.....A.QQPQPQQPNPYLG---------------------   
S.shib.gamma *  --------------------------------------------   
S.sp.beta       ......GKKSESKGGES.S.EKK..D------------------   
S.acid.beta*    --------------------------------------------   
S.shib.beta     ..IV..GKKGGS.PG.K.EKEEKSSED-----------------   
S.sol.beta *    --------------------------------------------   
P.occ.beta      ..I....RREEK.E.EKE.KEEG..-------------------   
D.mob.beta *    --------------------------------------------   
M.therm.a       ..V...SSSG.S.EGM.EMG.MGGMPPM----------------   
M.therm.b       ..M...RGFDVSS.DE.DM..MGGMGGMP.M-------------   
M.kandleri      ..V...RE.SKE.EEE.EEG.SS.F-------------------   
M.jannaschii    ..V...EKV.GD..G..GGDM.GD.F------------------   
M.thermolit.    ..V...EK.SG.SGGDMGDM..MGGMGGMM--------------   
H.vol.Cct1      ..V...GD.SG.QTGSDDDD..APGGMGGGMGGMGGMGGMGGAM   
H.vol.Cct2      ..I...GD.ST.GDDD.EGGAPGGMGGMGGMGGMGGAM------   
Archaeo.a       ..V...KG.EKEKGPEGESG.E.DSEE-----------------   
Archaeo.b       ..I...KG.EKEKGG.GEGGMP.MPEF-----------------   
T.acid.alpha    ..V..SKKSTPPSGQ.GQGQ.MPGGGMPEY--------------   
T.acid.beta     ..V..TKSSS.SSNPPKSGSSS.SSED-----------------   
Therm.K1.beta   ..V...SK.EKDKEG.KGGTEDFGSDLD----------------   
Therm.K8.beta   ..V...SK.EKDKEG.KGGTRDFGSDLD----------------   
Therm.K1.alpha  ..V...KAT.PEGGQ.GGMP..MGGMDMGM--------------   
Therm.K8.alpha  ..V...KVS.PEGRQ.AECPPNGCMGGMDMRM------------   
P.horikoshii    ..V...SK.EKEKEGEKGGGSE.FSG..DLD-------------   
P.furiosis      --------------------------------------------   
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Figure 1
Alignment of archaeal chaperonin amino acid sequences. The deduced
amino acid sequences of the seven chaperonin genes obtained in this
study (indicated by asterisks) were aligned with published archaeal
chaperonin sequences (30 sequences in total, 604 amino acid sites).
Abbreviation: S.sp., Sulfolobus sp. S7; S.acid., S. acidocaldarius;
S.shib., S. shibatae; S.solf., S. solfataricus; P.occ., Pyrodictium
occultum; D.mob., D. mobilis; M.therm., Methanobacterium
thermoautotrophicum; M.kandleri, Methanopyrus kandleri;
M.jannaschii, Methanococcus jannaschii; M.thermolit., M.
thermolithotrophicus; H.vol., H. volcanii; Archaeo., A. fulgidus; T.acid.,
Thermoplasma acidophilum; Therm.K1, Thermococcus sp. strain KS-1;
Therm.K8, Thermococcus sp. strain KS-8; P.horikoshii, Pyrococcus
horikoshii; P.furiosis, Pyrococcus furiosis. Dots indicate an identical
amino acid residue to the first sequence (Sulfolobus sp. S7 alpha),
dashes indicate alignment gaps. Amino acid sites used in phylogenetic
analyses are indicated below the alignment (I, included, X, excluded). 
